IDENTIFICATION

Species: Salix purpurea

Locus: Sapur.003G169600

Gene Model: Sapur.003G169600.1.p
Description: SprEXPA-06

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Spurpurea v5 1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Spurpurea_v5_1

GENE STRUCTURE

SprEXPA-06
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Legend:
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Query seq,
Superfanilies PLNOOOS0O

Name Accession Description Interval E-value
[+] PLN00OS50 super family 31535 expansin A, Provisional 1-248 1.16e-155
SEQUENCES

Peptide

>SPrEXPA-06

MNFLGYMAMLIFLTISKTVEGYGTAWTSAHATFYGGGDASGTMGGACGYGNLYSQ
GYGTNTAALSTALFNNGLSCGACYEIKCANDKKWCLPGSIIVTATNFCPPNLALPND

NGGWCNPPQQHFDLSQPVFQKIAQYKAGIVPVQYRRVVCRKSGGIRFTINGHSYFNL
VLITNVGGAGDVVAVSIKGSESNWQAMSRNWGQKWQSNSYLNNQALSFKVTTSDG
HTVVSNNVAPSNWAFGQTYTGGQF*

CDS (coding sequence)
>SprEXPA-06

ATGAATTTCCTTGGATACATGGCCATGCTGATTTTTCTGACAATTTCAAAGACTGT
CGAGGGTTATGGCACTGCGTGGACTAGTGCACATGCAACATTCTATGGAGGTGGG
GATGCATCTGGGACAATGGGCGGTGCTTGTGGATATGGGAATCTCTATAGCCAGG
GATACGGGACAAACACAGCTGCACTGAGTACTGCTCTTTTCAACAATGGCTTGAG
CTGTGGAGCCTGCTATGAGATTAAATGCGCAAATGACAAAAAATGGTGCTTACCA
GGGTCCATTATTGTCACGGCGACGAATTTTTGCCCCCCAAACTTAGCTCTTCCAAA
TGATAATGGTGGGTGGTGTAACCCTCCACAGCAACACTTTGACCTTTCTCAGCCT
GTTTTCCAAAAGATTGCCCAGTACAAAGCTGGAATAGTGCCTGTCCAGTATAGAA
GGGTTGTTTGCAGAAAGAGTGGTGGTATCAGATTCACGATTAATGGGCACTCCTA
CTTCAATCTGGTGCTGATAACCAATGTGGGCGGAGCTGGTGATGTAGTCGCGGTT
TCCATAAAAGGGTCCGAAAGCAATTGGCAGGCAATGTCCAGGAACTGGGGCCAG
AAGTGGCAGAGTAACAGCTACCTGAATAATCAAGCCCTCTCTTTCAAGGTCACAA
CCAGTGATGGACACACTGTGGTCTCCAACAATGTGGCTCCATCCAACTGGGCTTT
TGGCCAGACCTACACAGGGGGGCAGTTCTAA

Nucleotide
>SprEXPA-06

CTCACTAGCTAGTTTCCTCACTAATTGCTAGTGCTACCTGCTGCTGTTTCAATCTT
AATTCAGCCACTGTAAGGCCACCCTCATTTACTGCTATATCTCAAATATTTGTATT
TCTTCCTGACTAATCTTCACTTTGCTTTTCCTTTGTGCCAGGAAAATGAATTTCCTT
GGATACATGGCCATGCTGATTTTTCTGACAATTTCAAAGACTGTCGAGGGTTATG
GCACTGCGTGGACTAGTGCACATGCAACATTCTATGGAGGTGGGGATGCATCTGG
GACAATGGGTAAGAAATTAAGGCAAATCAATAATTAACTGCTTAGCCACAAAAA




ATCATTATTGATTAGTTCTTGTTTTCTCTTAAATCTGGCCCGCCCCATTAATTCTTT
TCATCATTGGTTGCATCTGTAGGCGGTGCTTGTGGATATGGGAATCTCTATAGCCA
GGGATACGGGACAAACACAGCTGCACTGAGTACTGCTCTTTTCAACAATGGCTTG
AGCTGTGGAGCCTGCTATGAGATTAAATGCGCAAATGACAAAAAATGGTGCTTAC
CAGGGTCCATTATTGTCACGGCGACGAATTTTTGCCCCCCAAACTTAGCTCTTCCA
AATGATAATGGTGGGTGGTGTAACCCTCCACAGCAACACTTTGACCTTTCTCAGC
CTGTTTTCCAAAAGATTGCCCAGTACAAAGCTGGAATAGTGCCTGTCCAGTATAG
AAGGTCCACACCCTACTCTACATTCACATGATCTGTTCACACGCTTTTAATTTGGT
TTTACAGGCTATAGTTAACTTGTTGTTCGAATATATATATATACATGCAGGGTTGT
TTGCAGAAAGAGTGGTGGTATCAGATTCACGATTAATGGGCACTCCTACTTCAAT
CTGGTGCTGATAACCAATGTGGGCGGAGCTGGTGATGTAGTCGCGGTTTCCATAA
AAGGGTCCGAAAGCAATTGGCAGGCAATGTCCAGGAACTGGGGCCAGAAGTGGC
AGAGTAACAGCTACCTGAATAATCAAGCCCTCTCTTTCAAGGTCACAACCAGTGA
TGGACACACTGTGGTCTCCAACAATGTGGCTCCATCCAACTGGGCTTTTGGCCAG
ACCTACACAGGGGGGCAGTTCTAACTTCTTAATCATATAATGTCTTTTTTGTTTAG
TATATATGATACTGCTTTAATCTTGCCATGCATGGTGGGGTTGTTTTTTGAAAATG
CCCCCCCATACCTATCAGTTTTTGCCTGACTTTCATGGCGTTGTTTGCTGAAGTCA
TAATCACGTACCTTTCCATCAAGTGGTCTCCTCAGTCTGCAGAGAGCATCTACCTG
TGCTAACAGTGAGATAATAACCTCTTCAGTGGCGAAGTGTATGGTGTGATCTGTT
TCTCTTCTTTTTTTTTGTTCGAGTTTGGCTGAGGTGAACAAAGGCTTTTCACCCGCC
CAAAGGCAAAATCCTTTCCCAGAAGGATGTCTGGTTTCACATCTGTAACAGAGTT
ATATAAATTAAGAAAGGAAATGAAAAGATGTTTAAGGGCAATCTTTTTCTGCTCA
GGCATTGATTGAGTTGTAACTAGGAG




